The two aromatic rings of the title compound, C 11 H 13 N 3 O 2 S, are inclined at an angle of 47.81 (4) . The N atom of the amino unit is pyramidally coordinated; one H atom interacts with the sulfamyl O atom of an adjacent molecule, forming a centrosymmetric hydrogen-bonded dimer. The dimers are linked by N-HÁ Á ÁN hydrogen bonds, generating a threedimensional network.
Related literature
For the synthesis and medicinal properties of the title compound, see: Grueneberg et al. (2002) ; Wright et al. (1964) . Table 1 Hydrogen-bond geometry (Å , ).
Experimental
Symmetry codes: (i) Àx þ 1; Ày þ 1; Àz þ 1; (ii) Àx þ 3 2 ; y þ 1 2 ; Àz þ 1 2 .
Data collection: CrysAlis PRO (Agilent, 2010); cell refinement: CrysAlis PRO; data reduction: CrysAlis PRO; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: X-SEED (Barbour, 2001) ; software used to prepare material for publication: publCIF (Westrip, 2010) . 
Comment
The title compound (Scheme I) was first synthesized in order to examine its anti-diabetic activity (Wright et al., 1964) . It has also been listed in a virtual screening of compound libraries in order to search for possible medicinal properties (Grueneberg et al., 2002) . The two aromatic rings are inclined at 47.81 (4) °. The N atom of the amino unit is pyramidally coordinated (Fig.   1 ). One H atom interacts with the sulfamyl O atom of an adjacent molecule to form a centrosymmetric hydrogen-bonded dimer; the dimers are linked by an N-H···N hydrogen bond to generate a layer motif.
Experimental 2,4-Pentanedione (10 mmol) and 4-hydrazinobenzenesulfonamide hydrochloride (10 mmol) were heated in ethanol (50 ml) for 4 h; water was then added to precipitate the product. This was collected and recrystallized from ethanol to yield orange crystals; m.p. 516-517 K.
Refinement
Carbon bound H-atoms were placed in calculated positions [C-H 0.95 to 0.98 Å, U iso (H) 1.2-1.5U eq (C)] and were included in the refinement in the riding model approximation.
The amino H-atoms were located in a difference Fouier map and were refined with a distance restraint of N-H 0.88±0.01 Å; their displacement parameters were freely refined. Fig. 1 . Anisotropic displacement ellipsoid plot (Barbour, 2001) (7) 0.0187 (7) −0.0104 (6) −0.0052 (6) 0.0036 (6) C2 0.0169 (6) 0.0165 (7) 0.0149 (6) −0.0024 (5) −0.0014 (5) 0.0036 (5) C3 0.0194 (7) 0.0199 (7) 0.0117 (6) −0.0022 (5) −0.0005 (5) 0.0028 (5) C4 0.0141 (6) 0.0183 (7) 0.0114 (6) 0.0002 (5) −0.0011 (5) −0.0011 (5) C5 0.0248 (7) 0.0209 (7) 0.0130 (6) −0.0018 (6) −0.0006 (5) −0.0039 (5) C6 0.0123 (6) 0.0173 (7) 0.0113 (6) −0.0025 (5) 0.0001 (5) −0.0018 (5) C7 0.0222 (7) 0.0173 (7) 0.0151 (7) 0.0050 (5) −0.0033 (5) 0.0003 (5) C8 0.0219 (7) 0.0160 (7) 0.0157 (7) 0.0048 (5) −0.0012 (5) −0.0033 (5) C9 0.0136 (6) 0.0159 (6) 0.0117 (6) −0.0005 (5) 0.0012 (5) −0.0015 (5) C10 0.0221 (7) 0.0130 (6) 0.0140 (6) 0.0014 (5) 0.0032 (5) 0.0016 (5) C11 0.0213 (7) 0.0128 (6) 0.0148 (7) 0.0000 (5) 0.0039 (5) −0.0020 (5)
Figures
Geometric parameters (Å, °) S1-O2 1.4338 (10) C3-H3 0.9500 S1-O1 1.4404 (10) C4-C5 1.4952 (19) S1-N3 1.6094 (12) C5-H5A 0.9800 S1-C9 (2) 160 (2) N3-H1···N2 ii 0.87 (1) 2.94 (2) 3.501 (2) 124 (2) Symmetry codes: (i) −x+1, −y+1, −z+1; (ii) −x+3/2, y+1/2, −z+1/2. supplementary materials sup-6 Fig. 1 
